The authors would like to introduce the following changes to the original version of the article published in Nucleic Acids Research.
. The results of a robustness test on the RNAstrand data set. The numbers on the right to each bar correspond to the percent of RNAs for which a given method returned predictions (dark = 1987 RNAs from the RNAstrand data set; light = 1242 RNAs for which CompaRNA assigned an Rfam family). (20) , refers to the test of a comparative method in which 20 representatives of an Rfam seed alignment were used; (seed), refers to the test in which all sequences from a given seed alignment were used. This inconsistency was brought to our attention by Cong Zeng (Laboratoire de Recherche en Informatique at UniversiteṔ aris-Sud, France). We have also corrected the number of short RNAs from the RNAstrand dataset, which is 882, not 869 (Table 4) . This was a typographical error, and its correction has no effect on the rankings.
Per suggestion by the authors of PETfold (Stefan Seemann, Jan Gorodkin and Rolf Backofen), we would like to update the reference to their method and to replace a citation of their article describing the PETfold Web server (reference 53) by a citation of the following article: Seemann,S.E., Gorodkin,J. and Backofen,R. (2008) Unifying evolutionary and thermodynamic information for RNA folding of multiple alignments. Nucleic Acids Res, 36, 6355-6362.
We also thank all researchers mentioned in this corrigendum for their feedback that helped us improve the article as well as the CompaRNA Web server.
We have provided corrected Figure 3 and Tables 4-6, which differ with respect to the original article and incorporate the aforementioned changes.
